Abstract
for which there are no restriction sites in the insertion sequences (Fig 1) . As a result, it 187 might be two copies of insertion sequences at the same genomic location of the 188 transgenic maize line. identified by using the WGS technology. 100,544 clean reads with a mean length of 9.5 Kb, an N50 length of 12.5 Kb (Table   254 3).
235

255
To determine the hypothetical insertion sites of exogenous fragments, we while no correct product could be detected from the non-transgenic control of
269
Zheng58 or negative control of water (Fig 3) . In addition, YZP3/G2 (Table 1) (Fig 4) . Furthermore, the 275 exogenous fragment was inserted into the intergenic region of the maize genome, and 276 no functional genes were interrupted by the inserted sequence.
277
In order to verify the results of single-molecule sequencing, we designed a series 278 of primers on the insertion sequence (YZP2/YZP5; YZP4/YZP7; YZP6/YZP9; 279 YZP8/G1, Table 1 ). The PCR products obtained by these primers were sequenced and (Table 4) . 
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